a b s t r a c t
Sustainability of nutrient requirements for microbial proliferation on a large scale is a challenge in bioremediation processes. This article presents data on biochemical properties of a free cyanide resistant and total nitrogen assimilating fungal isolate from the rhizosphere of Zea mays (maize) growing in soil contaminated with a cyanide-based pesticide. DNA extracted from this isolate were PCR amplified using universal primers; TEF1-α and ITS. The raw sequence files are available on the NCBI database. Characterisation using biochemical data was obtained using colorimetric reagents analysed with VITEK ® 2 software version 7.01. The data will be informative in selection of biocatalyst for environmental engineering application. 
Value of the data
An extended biochemical analyses of free cyanide-degrading and total nitrogen assimilating fungal isolate.
This data presents information on the capacity of the isolate to utilise various substrates especially carbohydrates and amino acid assimilation.
The prominent enzymes expressed by this isolate would be useful in environmental engineering applications.
Data
Data presented here contains the biochemical characteristics of Fusarium oxysporum EKT01/02 isolate from the rhizosphere of Z. mays contaminated with a cyanide-based pesticide using colorimetric reagent cards. Biochemical data from Gram negative (GN), Gram positive (GP), Gram positive spore-forming Bacilli (BCL), and Yeast and yeast-like organisms (YST) are shown in Table 1 , generated using combined data from reagent cards.
Experimental design, materials and methods

Sample collection and identification
Fungi were isolated from soil containing cyanide-based pesticides using a culture-based technique. The fungal isolate was identified both morphologically and by structural ribosomal deoxyribonucleic acid (rDNA) sequencing analysis. The genomic DNA was extracted using a PowerBiofilm DNA kit (MOBIO Laboratories, Inc., CA-USA) according to the manufacturer's instructions. The Polymerase Chain Reaction (PCR) amplification and sequencing was done using the approach described earlier [2] . For complete identification, translation elongation factor 1-alpha (TEF1-α) and internal transcribe spacer (ITS) rDNA sequences were amplified using universal primers EF1F/EF1R (EF1F: 'ATGGGTAAGGARGA-CAAGAC' and EF1R: 'GGARGTACCAGTSATCATGTT') and ITS1/ITS4 (ITS1: ITS 'TCCGTAGGTGAACCTGCGG' and ITS4: ITS 'TCCTCCGCTTATTGATATGC'), respectively [3] . The PCR amplicons were purified using a Table 1 Biochemical reaction details.
QIAquick PCR purification kit (Qiagen, Hilden, Germany). PCR amplicons from TEF 1-α gene were denoted EKT01 while those of ITS were denoted EKT02. Sequences were analysed using a CLC Main Workbench 7 followed by a search in the National Centre for Biotechnology Information (NCBI, www. ncbi.nlm.nih.gov) database.
Biochemical reaction assays
Biochemical tests were done using colorimetric reagent cards; GN ( . All cards were incubated on-line at 35.5 7 1.0°C. Periodically (15 min), each card was removed from the incubator carousel and inserted into the optical system for reaction readings at different wavelengths. The generated data were analysed using the VITEK ® 2 software version 7.01, according to the manufacturer's instructions. Test reaction data are shown as "þ", "−", "(þ)", or "(-)" in Table 1 . Data in parentheses indicate reactions which are weak and too close to the test threshold [4] . 
